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CIOTCCCACTCACTCTTTCCCCTGCCGCTCCTGCCGGCAGCTCCAACC 

*GGGGCTGTGCCCGCTGCrrGC 
VWLTLPG A E T Q |DSRGCARWC| 



CCTCAGAACTCCTCGTGTG TC^^TGCCAC CGCCTGTCGCTGCAATCCAGGGTTCAGCTCTTTTTCTGAGATCATCA CCACCCCGACGGAG 



C V <k> A T A C 
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F S E 



ACTTGTGACGACATCAACGAGTGTGCAACACCGTCGAAAGTGTCATGCGGAAAATTCTCGGACTGCTGGAACACAGAGGGGAGCTACGAC 
trcp|tDINECAT PS KVSCGKFS DCWNTEGSYDj 
TGCGTGTGCAGCCCGGGATATGAGCCTGTTTCTGGGACAAAAACATTCAAGA^ 

fcVCSPGYEPVSGTKTFK <^ E S E N T C Q ||p3&^^fe"j^ScSl 

CAGCAGAACCGAAC^rTrTGTAJUWVGCTACGGCACCTC^ ^ 



pCGAGTGCAGCTCCGnr^AGCATCAGTGTGACAGCTCCACCGT^ 

PECSSGQHQCDSSTVCFNTVGSYSCRCRPG-I 

TGGAAGCCCAGACACGGAATCCCGAATAACCAAAAGGACACTGTCTGTGAy 

Me 



H 



N N 



M 



F 



W 



P G 



CACAGCCAGACGCTTTCCCGATTCTTCGACAAAGTCCAGGACCTGGGC^ 

HSQTLSRFFDKVQDLGRDSKTS SAEVTIQN 
GTCATCAAATTGGTGGATGAACTGATGGAAGCTCCTGGAGACCT^ 

VIKLVDELMEAPGDVEALAPPVRHLIATQL 
CTCTCAAACCTTGAAGATATCATGAGGATCCTGGCCAAGAGCCTGCCT 

LSNLEDXMRI LAKSLPKGPFTY I S PSNTEL 
ACCCTGATGATCCAGGA GCGGGGGGAC AAGAACGTCACT^^ 

T L M I Q E tR G d"1 k VTMGQSSARMKLNWAVAAG 

gccgaggatccaggccccgccgtggcgggcXtcctctccatccagaacatgac 

aedpgpavag. ils iq m t t l l a a s l n l h s 
aagaagcaagccgaactggaggagatatatgajuigcagcatccgtggtgtccaactca^ 

KKQAELEEIYESS IRGVQLRRLSAVNSIFL 

agccac^c^caccaaggaactcaactcccccatccttttcgccttctcc^ 

shu op tkelnspilfafshlessdgeagrdp 
cctgccaac^cgtgatgcctgggcc^cggcaggagctgctctgtc 

P AKDVMPG P HQ E L LCAFWKS D S D RGG HWAT 
GAGGGCTGCCAGGTGCTGGGCAGCAAC^CGGCAGCACCACCTGCCAATG^ 

EGCQVLGSK ^ GSTTCQCSHLSSFAI LHAHY 
GACGTGGAGGACTGGAAGCTGACCCTGATCACCAGGGTGGGACTGGCG 

DVEDWRLTLITRVGL ALSLFCLLLCTLTFL 
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ATCGAGAACGAAGGCGGCCAGGTGGGGCTGCGCTGCCGCCTGGTGGCCGGGCTC 

I E NEGGQVGLRCR LVAGLLHYCFLAA FCWM 

ACCCTCGAAGGCCTGGAGCTCTA C TTT C TT G TGGTTC 

SLEGLELYFLVVRVFQGQGLSTRW L C L I G Y 
GGCGTGCCCCTGCTCATCGTGGGCGTCTCGGCTGCCATCTACAGCAAGGGCTACGGC 

GVPLLIVGVSA A IYSKGYGRPRYCWLDFEQ 
GGCTTCCTCTGGAGCTTCTTGGGACCTGTGACCTTCATCATTTTGTGCA 

G F I* W S FLGPVTFT TLCNAVIFV T T V W K L T Q 
AAGT w l w rrCIXjAAATCAATCCAGACATGAAGAAATTAAAGAAGGCGAGGGCGCTG 

K F S E I N PDMKKLKKARALTITA IAOLFLLG 
TGCACClXXXrrcrTTGGCCTGTTCATC^ 

CTWVFG LFT F DDRSL'VLTYVFT ILNCLOGA 
TTCCTCrACCTGCTGCACTGCCTGCTCAACAAGAAGGTTCGGGAAGAA 

FLYLLH CLL N KKVREEYRKWACLVAGGSKY 
TCAGAATTGACCTCCACCACGTCTGGCACTGGCCACAATCAGACCCGGGCCCTCAGGGCATCA 
SEFTSTTSGTGHNQTRALRASESG I 
CTGGACGGCCCAGCAGCTCCTGTGGCCACAGCAGCTTTGTACACGAAGACCATCCATCCTCCCTTCGTCCACCACT^^ 
CTCCCTCCCTGATCCCGTGTGCCACCAGGAGGGAGTGGCAGCTATAGTCTGGCACCA^ 
CCACTGGTCCTGCTGCTGGCTGCCTCTCTGCTCCACCTTGTGA^ 



AGAGACTAGGCGCTGGGGCTCAGCTTCCCTCTTAAGCTAAGACTGATGTCAGA 
GCTCACG GTACAX SAGGCCTGCCCTGCCTGGCCGGGCAGGAGGTTCTCACTGTTGTGAAGGTTG 
GTTAAAATTTTTCAGTGTTGACACTTAAAATTAAACACATGCATACAG 
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^ YY / alternative isoforms 
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